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During infection of the mammalian host, Histoplasma capsulatum yeasts survive and reside within macrophages of the immune
system. Whereas some intracellular pathogens escape into the host cytosol, Histoplasma yeasts remain within the macrophage
phagosome. This intracellular Histoplasma-containing compartment imposes nutritional challenges for yeast growth and repli-
cation. We identified and annotated vitamin synthesis pathways encoded in the Histoplasma genome and confirmed by growth
in minimal medium that Histoplasma yeasts can synthesize all essential vitamins with the exception of thiamine. Riboflavin,
pantothenate, and biotin auxotrophs of Histoplasma were generated to probe whether these vitamins are available to intracellu-
lar yeasts. Disruption of the RIB2 gene (riboflavin biosynthesis) prevented growth and proliferation of yeasts in macrophages
and severely attenuated Histoplasma virulence in a murine model of respiratory histoplasmosis. Rib2-deficient yeasts were not
cleared from lung tissue but persisted, consistent with functional survival mechanisms but inability to replicate in vivo. In addi-
tion, depletion of Pan6 (pantothenate biosynthesis) but not Bio2 function (biotin synthesis) also impaired Histoplasma viru-
lence. These results indicate that the Histoplasma-containing phagosome is limiting for riboflavin and pantothenate and that
Histoplasma virulence requires de novo synthesis of these cofactor precursors. Since mammalian hosts do not rely on vitamin
synthesis but instead acquire essential vitamins through diet, vitamin synthesis pathways represent druggable targets for
therapeutics.

The fungal pathogen Histoplasma capsulatum infects and re-
sides within phagocytic cells of the mammalian immune sys-

tem. Histoplasma is endemic to regions of North, Central, and
South America, where it causes respiratory and systemic disease.
Infections are not limited to immunocompromised individuals,
although the severity and progression of disease are increased in
the absence of cell-mediated immunity (1). The yeast form of
Histoplasma is the pathogenic morphotype found within macro-
phages, which serve as the primary host cell (2). Infection of mac-
rophages by yeast cells is facilitated by binding of yeasts to com-
plement receptors and internalization into phagosomes (3, 4).
Survival of the initial encounter with microbicidal phagocytes is
enhanced by elimination of phagocyte-produced reactive oxygen
through yeast-expressed extracellular superoxide dismutase and
catalase (5, 6).

Once initial survival of immune defenses is achieved, Histo-
plasma yeast must obtain sufficient nutrition to enable yeast cell
growth and replication within the macrophage host cell. Prolifer-
ation of yeasts intracellularly ultimately leads to lysis of the host
cell and release of yeasts for infection of new phagocytes. Research
on the intraphagosomal growth of intracellular pathogens sug-
gests that the phagosome is limited for many nutrients (7–10).
Although the exact composition of the pathogen-containing in-
tracellular compartment differs for each pathogen, gene expres-
sion studies and infections with mutant strains consistently show
that the intracellular environment encountered by the pathogen is
nutritionally unlike the rich growth media routinely used for lab-
oratory culture (11–22). From these studies of bacterial, fungal,
and parasite pathogens of phagocytes, some general features of the
intracellular compartment emerge showing that intracellular
pathogens must have mechanisms for utilization of nonglucose
carbon sources, transport and metabolism of amino acids, and
acquisition mechanisms for magnesium, phosphate, and/or iron
(7–10, 23–27). Because intracellular nutritional sources are more

limited, pathogen growth requires ample biosynthetic capacity to
supply molecules that the pathogen cannot scavenge from the
lumen of the vacuole, phagosome, or phagolysosome.

Limited information currently exists regarding the nutritional
requirements for intracellular Histoplasma growth. Early studies
of yeast growth in culture indicated that yeasts but not mycelia of
most Histoplasma species are auxotrophic for cysteine due to tem-
perature-dependent expression of sulfite reductase and the conse-
quent inability to incorporate inorganic sulfate into cysteine (28–
32). Organic sulfhydryls, such as cysteine, also reduce the redox
potential, which contributes to yeast phase differentiation
(33–35). Growth of yeasts in macrophages requires cysteine to be
present in the culture medium, consistent with yeast-phase aux-
otrophy (36). An undefined cysteine auxotroph, derived by mu-
tagenesis of a cysteine-prototrophic yeast strain, remains virulent
in mice, suggesting that cysteine is available to yeast in vivo (37,
38). In contrast, yeast virulence requires synthesis of uracil, since
deletion of the gene encoding orotidine-5=-monophosphate pyro-
phosphorylase (39) attenuates virulence in macrophages and in
vivo (40). Full virulence of yeasts also depends on acquisition of
iron. Histoplasma yeasts produce hydroxamate siderophores
which can steal iron from transferrin (41, 42), the most likely
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source of iron within the phagosome. Without siderophore
production, intracellular Histoplasma growth is hampered (43,
44). In addition, Histoplasma produces extracellular iron re-
ductases (41, 42), including a �-glutamyltransferase (Ggt1)
which causes a pH-independent release of iron from transfer-
rin that is necessary for full Histoplasma virulence in phago-
cytes (45). Beyond iron acquisition and pyrimidine biosynthe-
sis, little is known about the nutritional growth requirements
of intracellular Histoplasma yeasts.

To identify additional factors that enable intracellular growth,
we performed a genetic screen for Histoplasma insertion mutants
that are unable to replicate in macrophages. Characterization of
an isolated riboflavin auxotroph whose intramacrophage growth
is impaired indicates that riboflavin is limiting in the Histoplasma-
containing phagosome. Further exploration of additional candi-
date vitamin pathways suggests not only that Histoplasma is capa-
ble of synthesizing most essential vitamins but that de novo
vitamin biosynthesis is necessary for full virulence of Histoplasma
yeasts.

MATERIALS AND METHODS
Histoplasma strains and culture. Histoplasma capsulatum strains were
derived from the wild-type strain G217B (ATCC 26032) and are listed in
Table 1. Histoplasma yeasts were grown in Histoplasma-macrophage me-
dium (HMM) (46) or modified 3M medium (6, 46) lacking all vitamins
except thiamine. Yeast cultures were grown with continuous shaking (200
rpm) at 37°C until late log/early stationary phase. For growth of uracil
auxotrophs, media were supplemented with 100 �g/ml uracil. For growth
of vitamin auxotrophs, 3M basal medium was supplemented with 200 nM
riboflavin, 2.5 �M calcium pantothenate, 400 nM biotin, or a cocktail of
all vitamins (400 nM biotin, 2.5 �M calcium pantothenate, 500 �M myoi-
nositol, 5 �M nicotinic acid, 200 nM riboflavin, and 2 �M thiamine-
HCl). For testing of biotin auxotrophs, it was necessary to fully deplete
cells of residual biotin by growth in biotin-lacking medium until cells
reached saturation, followed by dilution of cultures into fresh medium
with and without supplemental biotin. Growth rates of yeasts in liquid
culture were determined by measurement of culture turbidity (absor-
bance at 595 nm). Precise enumeration of yeasts was done by hemacytom-
eter counts. For growth on solid medium, HMM was solidified with 0.6%
agarose and supplemented with 25 �M FeSO4 and additional vitamins
where appropriate.

Generation and mapping of Histoplasma T-DNA insertional mu-
tants. Histoplasma yeasts were mutagenized using Agrobacterium-medi-
ated transformation (47–49). Agrobacterium tumefaciens strain LBA1100
harboring plasmid pCM41 was cocultured with WU15 Histoplasma yeasts
for 48 h and transferred to HMM plus uracil medium containing 100
�g/ml hygromycin to select for Histoplasma transformants. Individual
transformants were picked into HMM plus uracil medium in wells of a
96-well plate. After growth to saturation, the average yeast culture density
was estimated by counting four representative wells of the 96-well plate by
hemacytometer. Monolayers of P388D1 lacZ-expressing macrophage
cells (48) were then inoculated with approximately 4 � 104 yeasts per well
(representing a multiplicity of infection [MOI] of 1:1). After 7 days, sur-
viving macrophages were lysed, and the �-galactosidase activity was de-
termined to identify Histoplasma mutants deficient in macrophage killing.
Mutants failing to lyse at least 50% of the macrophages were retained as
candidate attenuated strains. Before further analysis, mutants were single
colony purified.

The location of the T-DNA insertion was determined by thermal
asymmetric interlaced PCR (TAIL-PCR) (47–50). Two hundred nano-
grams of genomic DNA was used as the template for the primary PCR,
with a T-DNA left border (LB)- or right border (RB)-specific primer
(LB11 or RB9) and one of four semirandom primers (LAD1 to -4). The
primary PCR was diluted 1,000-fold and used as the template for the
secondary PCR with nested LB or RB primers (LB12 or RB10) and AC1
primer. PCR products were sequenced and aligned to the Histoplasma
genome sequence. T-DNA insertion at the RIB2 locus was confirmed by
PCR and sequencing using RIB2-specific primers in conjunction with
LB11 and RB9. Primer sequences are listed in Table 2.

Biosynthetic pathway predictions and identification of enzyme ho-
mologs. Pathway mapping and identification of biosynthetic enzyme ho-
mologs encoded in the Histoplasma G217B genome were determined us-
ing the KEGG Automatic Annotation Server (KAAS) (51). Metabolic
pathways of Histoplasma were predicted based on the KEGG database of
Saccharomyces cerevisiae KEGG modules, and the predicted orthologs in
Histoplasma were assigned a KEGG orthology entry. Riboflavin, panto-
thenate, and biotin biosynthesis genes in Histoplasma were further inves-
tigated and confirmed by top BLAST search results to the Saccharomyces
cerevisiae or Aspergillus nidulans genome from the National Center for
Biotechnology Information database. Reciprocal top-hit BLAST searches
were performed using the Saccharomyces or Aspergillus proteins as queries
against the Histoplasma genome. Orthology was inferred if the same genes
emerged as the top hits in reciprocal BLAST searches. Precise Histoplasma
gene structures were determined by extraction of the orthologous gene
from a G217B transcriptome sequencing (RNA-seq) database (52).

Complementation of the rib2 mutation. The wild-type RIB2 coding
sequence was amplified by PCR from reverse-transcribed RNA from His-
toplasma G217B using RIB2-specific primers (RIB2-1 and RIB2-2) (Table
2). The RIB2 PCR product was cloned into the URA5-based plasmid
pCR468 (6), replacing the gfp transgene and fusing the RIB2 coding se-
quence (CDS) with sequence encoding a C-terminal FLAG epitope. The
rib2::T-DNA mutant (OSU11) was transformed with either linearized gfp
(pCR468) or RIB2 (pCR543) expression plasmids by electroporation (39).
Ura� transformants were selected by plating on solid HMM.

Depletion of Pan5 and Bio2 functions by RNAi. Pan5 and Bio2 func-
tions were depleted from Histoplasma yeasts by transformation of the
gfp-expressing sentinel strain OSU32 (53) with appropriate RNA interfer-
ence (RNAi) vectors. RNAi vectors for PAN6 and BIO2 were created by
amplification of a 778-bp region of PAN5 (nucleotides [nt] 164 to 942) or
an 884-bp region of BIO2 (nt 165 to 1049) by PCR. Forward and inverted
copies were cloned into the sentinel-RNAi vector pCR473 (53). Linear-
ized plasmids were transformed into Histoplasma strain OSU32, and
Ura� transformants with reduced fluorescence of the green fluorescent
protein (GFP) sentinel were selected on HMM supplemented with pan-
tothenate and biotin. Transformants were patched, and GFP fluorescence
was quantified using a modified gel documentation system (53) and the

TABLE 1 Histoplasma strains

Straina Genotype
Other
description

WU15b ura5-42� WT
OSU11 ura5-42� rib2::T-DNA [hph] rib2
OSU32c ura5-42�zzz::T-DNA [hph PTEF1-gfp] WT
OSU75 ura5-42�/pCR468 [URA5 PH2B-gfp:FLAG] RIB2
OSU73 ura5-42� rib2::T-DNA [hph]/pCR468 [URA5

PH2B-gfp:FLAG]
rib2

OSU83 ura5-42� rib2::T-DNA [hph]/pCR543 [URA5
PH2B-RIB2:FLAG]

rib2/RIB2

OSU180 ura5-42�zzz::T-DNA [hph PTEF1-gfp]/pCR473
[URA5 gfp-RNAi]

gfp-RNAi

OSU181 ura5-42�zzz::T-DNA [hph PTEF1-gfp]/pAG09
[URA5 gfp:PAN6-RNAi]

PAN6-RNAi

OSU182 ura5-42�zzz::T-DNA [hph PTEF1-gfp]/pAG12
[URA5 gfp:BIO2-RNAi]

BIO2-RNAi

a Strains derived from the North American type 2 strain G217B (ATCC 26032).
b Marion et al. (56).
c Edwards et al. (60).
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Image J software program (v1.44p; http://imagej.nih.gov/ij). PAN5- and
BIO2-RNAi line auxotrophies were validated by growth in media lacking
vitamins and rescued in medium supplemented with pantothenate or
biotin.

qRT-PCR. Histoplasma RNA was isolated from wild-type G217B
yeasts in vitamin-lacking or vitamin-supplemented 3M medium. Yeast
cells in exponential-phase growth were collected by centrifugation (2,000
relative centrifugal force [RCF]) and lysed by mechanical disruption with
0.5-�m-diameter glass beads in Ribozol reagent (Amresco, Inc.). RNA
was recovered from lysates by CHCl3 extraction and precipitation of the
aqueous phase with isopropanol. Total RNA was digested twice with
DNase, and removal of residual genomic DNA was validated by lack of
PCR amplification when used as the template. Five micrograms of total
RNA was reverse transcribed with Superscript III reverse transcriptase
(Invitrogen) using 250 ng random pentadecamers for priming reverse
transcription. Vitamin synthesis gene expression was determined by
quantitative PCR (qPCR) using a SYBR green-based PCR amplification
mix (Bioline) and 1 �l of a 1:5 dilution of reverse-transcribed RNA (RT-
RNA) as the template. Changes in transcript levels relative to glyceralde-
hyde-3-phosphate dehydrogenase (GAPDH) (54) in vitamin-containing
or vitamin-deficient medium were determined using the ��CT method
(55) after normalization of cycle thresholds to expression of the transcrip-
tion elongation factor 1 (TEF1) gene and comparison to GAPDH cycle
thresholds. Gene-specific quantitative reverse-transcription PCR (qRT-
PCR) primer sequences are listed in Table 2.

Macrophage culture and infection. The lacZ-transgenic derivative of
the macrophage cell line P388D1 was used for host cells for Histoplasma

yeasts. Cells were maintained in Ham’s F-12 medium with 10% fetal bo-
vine serum (FBS) and 2 mM L-glutamine at 37°C under 5% CO2–95% air.
For infections, macrophages were seeded in wells of a 96-well plate at 4 �
104 macrophages per well. After adherence, the medium was replaced with
suspensions of yeasts in HMM-M (HMM buffered to pH 7.2 with 25 mM
bicarbonate) at an MOI of 1:1. Plates were agitated for 60 s at 1,000 rpm
twice daily during the time course of the assay. At 7 days postinfection,
surviving macrophages were quantified by measurement of the residual
�-galactosidase activity (48). To determine yeast cell viability and growth
in macrophages, P388D1 cells were infected in 96-well plates at an MOI of
1:1. At 24, 48, 72, and 96 h postinfection, macrophages were lysed by
addition of H2O and serial dilutions of the lysate were plated on solid
HMM with riboflavin to measure viable yeast CFU. To test rescue of the
mutant phenotype by riboflavin, medium was supplemented with 500 nM
riboflavin 5 h after initial infection.

Yeast association index determination. To assess association of yeast
with macrophages, 1 � 105 P388D1 cells were adhered onto 12-mm acid
washed coverslips, and 1 � 105 yeasts were added for 2 h at 37°C. Unat-
tached yeasts were removed by washing with phosphate-buffered saline
(PBS). Cells and adherent yeasts were fixed in 3% paraformaldehyde and
permeabilized with 0.2% saponin in 3% bovine serum albumin (BSA),
and yeasts were stained with Uvitex 3BSA in PBS (Ciba-Geigy). Macro-
phages and yeasts were imaged by collecting a Z-stack of differential in-
terference contrast (DIC) and Uvitex fluorescence images, respectively,
using an Eclipse Ti epifluorescence microscope (Nikon) with a 1.4-mega-
pixel charge-coupled-device (CCD) camera (CoolSnap Hq2; Photomet-
rics). Approximately 300 macrophages were scored, and the total number
of associated yeasts was tallied. The association index is reported as the
ratio of yeasts to macrophages. Three separate experiments were per-
formed to derive the mean association index.

Determination of in vivo virulence. C57BL/6 mice (NCI) were in-
fected with Histoplasma yeast by intranasal delivery of approximately 1 �
104 yeast cells in PBS collected from exponentially growing liquid cul-
tures. For the rib2 mutant experiment, strains were grown in HMM before
infection. For infections with RNAi strains, yeasts were grown in 3M with
pantothenate (PAN6-RNAi strain) or basal 3M (BIO2-RNAi strain), in
which the biotin auxotroph can grow for a single passage. Actual inocula
delivered were determined by plating of serial dilutions of the inoculum
suspensions for enumeration of CFU. At day 4 and day 8 postinfection,
mice were euthanized and lungs and spleens collected. Lung and spleen
tissues were homogenized in 5 ml and 3 ml HMM, respectively, and serial
dilutions of the homogenates were plated on solid HMM supplemented
with vitamins to determine the fungal burden in each organ. Mean CFU
counts were compared between infections by using a one-tailed Student t
test for statistical significance. Potential reversion of PAN6-RNAI or
BIO2-RNAi yeasts to vitamin prototrophy following infection was deter-
mined by patching individual colonies recovered from mice onto solid
3M medium lacking pantothenate or biotin. For histology, lungs were
removed from mice after 8 days of infection with RIB2, rib2, and rib2/RIB2
yeasts and fixed in 10% neutral buffered formalin. Tissue sections were
stained with hematoxylin and eosin (H&E) and interpreted by a board-
certified pathologist (Comparative Pathology and Mouse Phenotyping
Facility, Ohio State University College of Veterinary Medicine). All ani-
mal experiments were performed in compliance with the National Re-
search Council’s Guide for the Care and Use of Laboratory Animals and
were approved by the Institutional Animal Care and Use Committee at
Ohio State University (protocol 2007A0241).

Immunoblotting. Yeast cellular lysates were prepared by mechanical
disruption of yeasts with 0.5-�m-diameter glass beads (4 rounds of 30 s
[each] interspersed with 30-s rests on ice). Lysates were clarified by cen-
trifugation (10 min at 14,000 RCF), and the protein yield was determined
by Bradford assay. Twenty micrograms of denatured total protein was
separated by electrophoresis through 10% polyacrylamide and trans-
ferred to a nitrocellulose membrane. The membrane was blocked with 4%
nonfat milk in Tris-buffered saline (TBS) with 0.05% Tween 20 followed

TABLE 2 Primers used in this work

Primer Primer sequence (5=¡ 3=) Directiona

TEF1-4 CTGCCACACTGCCCACATTGCTTGC Forward
TEF1-5 GCCTTGGTGACCTTGCCAGCAG Reverse
GDH1-10 CTGTGGGAGGGCGTATTGACTG Forward
GDH1-11 GAAGCTTTCTTTGCCGTCCGTG Reverse
RIB1-1 GGAATGACACCGTTGAGGCCA Forward
RIB1-2 TTCTGTCCGCCTGATCGCCAT Reverse
RIB2-10 GGGCAGTCGGTGGGTTGTAAG Forward
RIB2-11 CCACGCTCCTCATCTCCCACC Reverse
RIB2-1 AGGCGCGCCAATGACCAACCCGTCCCTGCC Forward
RIB2-2 GCACTAGTAATATCAGCCTCCATCATCCTTTTC Reverse
RIB3-1 GAGGATGGAGAGGAGGTAGAAGGG Forward
RIB3-2 CCACCTTCCCTTCCAATCCCT Reverse
RIB4-7 GAAGGCGTTGAGAGAGGCGG Forward
RIB4-8 GGTCAGGGAGGCGGCATAGAT Reverse
RIB5-7 GCGGTGGCGGAACGTCTTTG Forward
RIB5-8 TAAGTTGGTGCGGCGTAGGGT Reverse
RIB7-1 GAACTGCCAAGGAAGGGAAGGG Forward
RIB7-2 CGCTGGTGATTCCCTCGGTTC Reverse
PAN5-7 ACCCTTGCCGTGAGTGTGATGG Forward
PAN5-8 GAGCCAACACCATCTGAACCACC Reverse
PAN6-7 CAAGGAAGCGGAAAGGGCGT Forward
PAN6-5 CAGCACCACTCAAGACGGCAC Reverse
ECM31-1 CGAGTGAGGTGTGCTTGGACGAG Forward
ECM31-2 GAGACGAATAGCGGAAGCAACG Reverse
TDNA-15 GAACTCTCAAGCCTACAGGACACACATTCATCG Forward
LB11 CCAAAATCCAGTACTAAAATCCAGATCCCCCGA
LB12 CGGCGTTAATTCAGTACATTAAAAACGTCCGCA
LB14 ACGTCCGCAATGTGTTATTAAG
RB9 CCGCACCGATCGCCCTTCCCAACAG
RB10 GCCTGAATGGCGAATGCTAGAGCAGCTTG
RB11 GCTAGAGCAGCTTGAGCTTGGATCAGATTGTC
LAD-1 ACGATGGACTCCAGAGCGGCCGCVNVNNNGGAA
LAD-2 ACGATGGACTCCAGAGCGGCCGCBNBNNNGGTT
LAD-3 ACGATGGACTCCAGAGCGGCCGCVVNVNNNCCAA
LAD-4 ACGATGGACTCCAGAGCGGCCGCBDNBNNNCGGT
AC1 ACGATGGACTCCAGAG

a Direction relative to gene transcription.
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by addition of anti-FLAG antibody (F1804; Sigma). Antibody detection
was performed by incubation with horseradish peroxidase (HRP)-conju-
gated anti-mouse secondary antibody and addition of HRP chemilumi-
nescent substrate (Millipore).

RESULTS
Isolation of a Histoplasma riboflavin auxotroph from a genetic
screen for attenuated mutants. To identify Histoplasma factors
required for virulence in macrophages, Histoplasma yeasts were
mutagenized and screened for impaired ability to lyse macro-
phages. Agrobacterium-mediated transformation was used as the
insertional mutagen, transferring and integrating into the Histo-
plasma genome a T-DNA element carrying a hygromycin resis-
tance cassette (pCM41 [56]). Individual hygromycin-resistant
transformants were used to infect monolayers of lacZ-expressing
P388D1 macrophages, with which LacZ activity can be used to
quantify surviving macrophages after infection (48). Seven days
postinfection, LacZ activity was measured to identify wells with
significant numbers of remaining macrophages, which indicates
impairment of the yeasts’ capacity to lyse host cells. Mutant 9E2
had an 84% decrease in macrophage killing (86% remaining mac-
rophages, versus 14% remaining macrophages when infected with
wild-type yeasts). This mutant was selected for further character-
ization and designated OSU11.

The T-DNA insertion in OSU11 was mapped to identify the
disrupted locus. TAIL-PCR was used to obtain genomic sequences
flanking the T-DNA insertion left and right borders. Sequencing
of the TAIL-PCR product revealed that the T-DNA element was
inserted into the gene encoding a homolog of the S. cerevisiae Rib2
protein. The Histoplasma RIB2 locus consists of a single 873-bp
exon whose product has 26.1% amino acid identity (33.3% simi-
larity) to the C-terminal 171 amino acids of the S. cerevisiae Rib2
protein (Table 3). The S. cerevisiae Rib2 protein is a dual-function
protein with an N-terminal domain (amino acids 140 to 431)
containing a pseudouridine synthase function and a C-terminal
domain (amino acids 439 to 591) containing diaminohydroxy-
phosphoribosylaminopyrimidine (DRAP) deaminase activity.
The C-terminal domain is essential for the synthesis of riboflavin
(57). Unlike the gene corresponding to the S. cerevisiae protein,
the Histoplasma RIB2 gene encodes only a DRAP deaminase, while
a separate gene in the Histoplasma genome shows similarity to that

encoding the Saccharomyces Rib2 pseudouridine synthase do-
main. The T-DNA element in OSU11 is located 194 bp down-
stream of the initiation codon and deletes 7 bp of the RIB2 coding
region (Fig. 1A). Characterization of the T-DNA element ends
revealed truncations of 10 bp and 2,477 bp from the left and right
borders of the T-DNA element, respectively (Fig. 1A).

To demonstrate that disruption of the Histoplasma RIB2 locus
was responsible for the mutant phenotypes, the OSU11 strain was
transformed with a RIB2-complementing plasmid. The entire
RIB2 coding sequence was amplified by PCR from wild-type His-
toplasma and inserted in frame with sequences for a C-terminal
FLAG epitope tag. Constitutive expression of the transgene was
provided by the Histoplasma constitutive H2B promoter (53). The
RIB2 expression plasmid (pCR543) or the parental plasmid ex-
pressing gfp instead of RIB2 (pCR468) was transformed into
OSU11. Immunoblotting of cellular lysates of transformants with
an antibody to the FLAG epitope confirmed expression of the gfp
and RIB2 transgenes (Fig. 1B).

To test if the T-DNA insertion in RIB2 caused an auxotrophy
for riboflavin, we examined the growth of the mutant and com-
plemented yeast strains in minimal medium with or without sup-
plemental riboflavin (Fig. 1C). The parental strain that has a wild-
type RIB2 allele grows normally in defined minimal medium
lacking riboflavin; however, the rib2::T-DNA mutant is unable to
grow. Complementation of the rib2 mutant with RIB2 completely
restores its ability to grow in the absence of riboflavin, confirming
that the mutation of the RIB2 gene is the source of the defect.
Supplementation of the medium with riboflavin restores normal
growth kinetics to the rib2 mutant, indicating the T-DNA muta-
tion-induced growth defect results from riboflavin auxotrophy.
Addition of riboflavin to growth medium shows a dose-response
rescue of the mutant growth, with 200 nM riboflavin being suffi-
cient for normal growth (see Fig. S1 in the supplemental material).

Histoplasma virulence requires riboflavin synthesis. We used
the rib2 riboflavin auxotroph to probe whether the phagosomal
environment lacked riboflavin and if riboflavin synthesis is neces-
sary for intramacrophage yeast growth. With the riboflavin aux-
otrophy defined, we examined yeast survival and proliferation
within macrophages (Fig. 2A). Unlike the RIB2 parental line or the
RIB2-complemented strain, which replicated intracellularly at

TABLE 3 Riboflavin and pantothenate biosynthesis pathway enzymes in Histoplasma

Protein Enzyme name EC no.

S. cerevisiae
GenBank
accession no.

BLAST e-value
(S. cerevisiae to
H. capsulatum)

BLAST e-value
(H. capsulatum
to S. cerevisiae)

Identitya

(%)
Similaritya

(%)

Rib1 GTP cylcohydrolase II 3.5.4.25 NP_009520.1 3E�79 9E�98 37.4 47.0
Rib2 2,5-Diamino-6-ribitylamino-4(3H)-pyrimidinone

5=-phosphate deaminase
5.4.99.- NP_014575.1 5E�23 4E�16 26.1b 33.3b

Rib3 3,4-Dihydroxy-2-butanone 4-phosphate synthase 4.1.99.12 NP_010775.1 6E�47 1E�54 41.1 57.3
Rib4 Lumazine synthase 2.5.1.78 NP_014498.1 9E�37 8E�45 41.4 57.5
Rib5 Riboflavin synthase 2.5.1.9 NP_009815.1 6E�63 6E�79 47.7 67.8
Rib7 2,5-Diamino-6-ribosylamino-4(3H)-pyrimidinone

5=-phosphate reductase
1.1.1.302 NP_009711.3 9E�40 3E�46 32.3 42.2

Ecm31 3-Methyl-2-oxobutanoate hydroxymethyl-transferase 2.1.2.11 NP_009735.3 6E�47 1E�57 35.0 55.7
Pan5 2-Dehydropantoate 2-reductase 1.1.1.169 NP_011930.1 9E�10c 1E�20 19.2 34.3
Pan6 Pantothenate synthetase 6.3.2.1 NP_012121.2 1E�55 3E�67 38.2 49.5
a Identity and similarity using the BLOSUM92 matrix.
b Alignment to the C-terminal deaminase domain of S. cerevisiae Rib2 (amino acids 420 to 591).
c Aligned to the G217B genome, since no PAN5 gene was found in the ab initio gene predictions.
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least 25-fold over 48 h and increased up to 96 h, the rib2 mutant
showed only a 2.5-fold increase over 48 h with no increase in
recoverable CFU after the first day. To determine if the lack of
intracellular proliferation of rib2 mutant yeasts prevents yeast-
dependent lysis of the macrophages, we quantified macrophage
survival after infection with Histoplasma yeast (Fig. 2B). Consis-
tent with their lack of replication, rib2 mutant yeasts had dimin-
ished ability to lyse host cells, since 87% of the macrophages were
still surviving. Complementation of the rib2 mutation restored
yeast virulence to that of the wild type (ranging from 13 to 21%
macrophage survival), confirming that insertion of the T-DNA in
the RIB2 gene was responsible for the attenuated virulence of the

mutant recovered from the screen. To further demonstrate that
riboflavin synthesis is necessary for efficient intracellular replica-
tion, excess exogenous riboflavin was added to infected macro-
phages (Fig. 2B). Addition of riboflavin partially restores virulence
of the rib2 mutant yeasts, with 32% of macrophages surviving.
Attenuation of the rib2 mutant is not due to failure of yeasts to
infect macrophages, since the association indices of RIB2, rib2,
and rib2/RIB2 yeasts with macrophages are not significantly dif-
ferent (see Fig. S2 in the supplemental material). Together these
tests demonstrate that the intracellular environment of Histo-
plasma yeasts lacks sufficient riboflavin to support yeast growth
and thus intracellular replication requires de novo riboflavin syn-
thesis.

To determine if the intramacrophage growth deficiency of the
rib2 auxotroph translates into attenuated virulence in vivo, we
examined the infection kinetics of the rib2 mutant in mice. In-
creasing fungal burden in lungs following sublethal respiratory
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infection was used as the in vivo model of histoplasmosis (Fig. 3A
and B). Wild-type Histoplasma yeasts infected and replicated in
murine lungs, increasing 181-fold by 8 days. In contrast, the rib2
riboflavin auxotroph burden failed to increase in the lung. Follow-
ing an initial 10-fold drop in the fungal burden, lung colonization
by the rib2 mutant neither increased nor decreased, consistent
with a defect in proliferation but not persistence. As an indicator
of dissemination to peripheral organs, the fungal burden in
spleens was determined at day 8 postinfection (Fig. 3C). Parallel-
ing the lung burdens, the wild-type RIB2 strain shows dissemina-
tion to the spleen, but dissemination of the rib2 mutant was vir-
tually absent. Complementation of the rib2 mutant restores
proliferation within the lungs, as well as dissemination to the
spleen, close to wild-type levels.

Tissue pathology was also dramatically reduced in lungs in-
fected with the rib2 mutant (Fig. 3D). Lungs infected with the
RIB2 strain had 60% of the section effaced by multifocal to co-
alescing nodules of inflammation, including within the alveolar
space (Fig. 3D). Inflammation was composed of neutrophils,
foamy alveolar macrophages, and lymphocytes. Pleural disrup-

tion resulted in fibrin and fluid (edema) within alveolar spaces
(Fig. 3E). Lungs from mice infected with the rib2/RIB2 yeasts
showed pathology similar to that of those infected by the RIB2
strain with multifocal nodules of inflammation but to a slightly
lesser degree (approximately 40% of the lobe). In contrast, only 2
inflammatory nodules (representing approximately 5% of the
lung lobe) were noted in the mouse infected with the rib2 mutant
strain (Fig. 3D). Inflammation was distributed around bronchi-
oles and blood vessels but had minimal extension into the adjacent
alveolar spaces. Thus, pulmonary inflammation mirrors the lung
fungal burdens, with severe inflammation present in lungs in-
fected with the RIB2 and rib2/RIB2 strains but with substantially
reduced pathology in lungs infected with a rib2 strain that is un-
able to synthesize riboflavin de novo.

Histoplasma yeasts synthesize most vitamins de novo. The
growth of wild-type yeasts in minimal medium lacking all vita-
mins (Fig. 1C) suggests that Histoplasma yeasts are able to synthe-
size all essential vitamins. Essential vitamins for microbes include
vitamin B1 (thiamine), vitamin B2 (riboflavin), vitamin B3 (nia-
cin), vitamin B5 (pantothenic acid), vitamin B6 (pyridoxine), vi-
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tamin B7 (biotin), and vitamin B9 (folate). Previous studies of the
nutritional requirements for Histoplasma yeast growth indicated
that most strains do not require nutritional supplementation with
essential vitamins with the possible exception of thiamine (58).
Some strains were auxotrophic for niacin, pantothenate, and/or
biotin, but all were able to grow without added riboflavin, folate,
and pyridoxine. Given the potential variability, we explored in
more detail the vitamin requirements of the wild-type G217B
strain. Inoculation of defined medium lacking all vitamins with
wild-type Histoplasma G217B resulted in normal growth kinetics,
with the turbidity of the culture reaching a typical density (OD) at
595 nm of �2 (Fig. 4). However, when this vitamin-deprived cul-
ture was diluted back into medium without vitamins, yeast growth
was poor and what growth was observed was mostly mycelial as
determined by microscopy (data not shown). Supplementation of
the medium with all essential vitamins or with only thiamine for
the second round of growth was sufficient to restore normal
growth (Fig. 4). Thus, repeated passage in medium lacking thia-
mine reveals that Histoplasma G217B yeasts are thiamine auxo-
trophs in liquid culture, but they are able to synthesize all other
vitamins necessary for growth. Similar results showing de novo
vitamin biosynthesis capability were found with the G186A strain
and three fresh clinical isolates (two North American type 1 lin-
eage isolates and one North American type 2 lineage isolate; data
not shown).

Since Histoplasma yeasts can meet their vitamin requirements
through de novo synthesis, we examined select biosynthetic path-
ways encoded in the genome and their regulation under exoge-
nous vitamin-limiting conditions. Metabolic pathways and bio-
synthetic enzymes in Histoplasma were annotated using the KEGG
Automatic Annotation Server (KAAS). Biosynthetic enzymes
were investigated individually by a BLAST search of the G217B
genome using well-studied S. cerevisiae enzymes as queries. To be
classified as orthologous proteins, we required matches to be the
top hit in reciprocal BLAST searches between Histoplasma and S.
cerevisiae or Aspergillus nidulans. Orthologous proteins and their
respective Enzyme Commission number are given in Table 3.
Consistent with our earlier results identifying the RIB2 gene, we
were able to identify all riboflavin biosynthetic enzymes in the

Histoplasma genome which would produce riboflavin from the
central metabolite GTP (see Fig. S3A in the supplemental mate-
rial). We also identified the key enzymes in the pantothenate (see
Fig. S3B) and biotin (see Fig. S3C) biosynthetic pathways. The
relative expression levels (54) of the genes in the riboflavin and
pantothenate biosynthetic pathways were relatively low, consis-
tent with the small amount of vitamins required for growth (see
Fig. S4). There was a small (less than 2-fold) but not statistically
significant change in riboflavin, pantothenate, and biotin biosyn-
thesis gene expression when exogenous vitamins were added (see
Fig. S4).

Full Histoplasma virulence requires de novo synthesis of vi-
tamins. To determine whether the vitamin requirement for His-
toplasma virulence is limited to riboflavin or if de novo vitamin
synthesis is a general necessity for infection, we created strains that
were auxotrophic for two additional vitamins. Pantothenate and
biotin were selected as targeted pathways, since clear orthologs
were identified (see Fig. S3 in the supplemental material) and the
PAN6 and BIO2 gene products represent key control points at the
terminal end of each pathway. Because construction of targeted
gene knockouts in Histoplasma is difficult, we used RNA interfer-
ence (RNAi) to deplete the Pan6 or Bio2 function (59). Sequences
corresponding to the PAN6 or BIO2 gene were inserted into an
RNAi vector which includes, in the inverted repeat, sequences for
RNAi of gfp that function as a fluorescent sentinel for RNAi
knockdown (53, 60). Linearized RNAi plasmids were transformed
into the GFP-fluorescent strain OSU32, and transformants with
strongly reduced GFP fluorescence (representing knockdown of
the gfp sentinel and the cotargeted PAN6 or BIO2 gene) were se-
lected. A PAN6-RNAi isolate and a BIO2-RNAi isolate showed
7.8-fold and 7.7-fold reduction in GFP fluorescence, respectively,
similar to the level of GFP fluorescence of a gfp-RNAi line or a
GFP-negative background, indicating good knockdown of the tar-
geted PAN6 and BIO2 genes (Fig. 5A).

To confirm that RNAi of the PAN6 and BIO2 target genes
sufficiently depleted the Pan6 and Bio2 functions, the RNAi lines
were tested for pantothenate and biotin auxotrophy, respectively.
In the absence of exogenous pantothenate, growth of the PAN6-
RNAi line was virtually eliminated, whereas RNAi of gfp alone did
not cause any pantothenate auxotrophy (Fig. 5B). Supplementa-
tion of the medium with 2.5 �M pantothenate completely rescued
growth, confirming that PAN6-RNAi specifically depleted de novo
pantothenate synthesis. In defined medium lacking biotin, growth
of the BIO2-RNAi line was not impaired (data not shown); how-
ever, a second passage in medium lacking biotin revealed that the
BIO2-RNAi line was unable to grow (Fig. 5C). The small amount
of growth that was observed in the second passage without biotin
was mostly mycelial, suggesting strong nutritional stress. Supple-
mentation of the medium with biotin during the second round of
growth rescued the growth of the BIO2-RNAi strain, indicating
that the proliferation defect resulted from a biotin auxotrophy
caused by BIO2-RNAi.

The successful creation and validation of strains unable to syn-
thesize pantothenate or biotin enabled us to test if Histoplasma
virulence in vivo requires de novo synthesis of pantothenate or
biotin. Before infection of mice, the PAN6-RNAi line was grown
in liquid medium containing 2.5 �M pantothenate and the BIO2-
RNAi line was grown in liquid medium lacking biotin to deplete
cells of residual biotin. Following respiratory infection, Histo-
plasma yeast harboring the gfp-RNAi plasmid increased to 2.5 �
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FIG 4 Histoplasma yeasts can synthesize all vitamins essential for growth ex-
cept thiamine. Growth of Histoplasma yeasts in minimal medium with and
without vitamin supplementation. Yeasts were pregrown in rich medium
(HMM), washed in 3M medium lacking vitamins, and inoculated into 3M
medium containing no vitamins (� vitamins) after pregrowth in HMM and
yeast growth measured as increasing culture turbidity (absorbance at 595 nm)
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out vitamins (open squares), medium with 2 �M thiamine (filled triangles), or
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represent the mean culture turbidities 	 standard errors for three biological
replicate cultures.
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105 yeasts/lung at 8 days postinfection (Fig. 6A). Histoplasma yeast
unable to synthesize pantothenate due to the PAN6 knockdown
increased only to 4.8 � 104 yeasts/lung, representing a 5-fold
defect in lung infection compared to results for the gfp-RNAi
control (Fig. 6A). The BIO2-RNAi biotin auxotroph was not
statistically different from the gfp-RNAi control for lung infec-
tion (Fig. 6A). Infections with all strains led to dissemination,
as evidenced by fungal burdens in the spleen at 8 days postin-
fection (Fig. 6B). Loss of pantothenate synthesis (PAN6-RNAi)
caused the most profound defect, with 28.8-fold less yeast in
the spleen than with control infections (gfp-RNAi). Despite
equivalent lung burdens between the control and the BIO2-

RNAi line, deficient biotin synthesis reduced the number of
yeasts in the spleen by 3.6-fold.

Infection and replication in lungs by the PAN6-RNAi and
BIO2-RNAi lines cannot be explained by loss of auxotrophy (i.e.,
due to loss of the RNAi effect). Inoculation of liquid medium
lacking pantothenate or biotin using the same yeast suspensions
used for murine infections confirmed that the PAN6-RNAi and
BIO2-RNAi yeasts were still auxotrophic for pantothenate and
biotin at the time of infection, respectively (data not shown). Pas-
sage of PAN6-RNAi or BIO2-RNAi yeasts in medium with vita-
mins shows a less than 2% unselected reversion rate (0 of 52) to
vitamin prototrophy. Testing of individual yeast colonies recov-
ered from the lungs of infected mice likewise showed minimal
rates of reversion to pantothenate or biotin prototrophy through
loss of target gene silencing. For the PAN6-RNAi line, 4.7% of the
recovered colonies (2 out of 43) had regained pantothenate prot-
otrophy. All prototrophic colonies had also regained fluorescence
of the sentinel GFP reporter, indicating that the reversion to pro-
totrophy stems from the loss of the RNAi effect. Similar results
were seen for the BIO2-RNAi line, with a less than 2.2% reversion
rate (0 of 44) after murine infection. Thus, the vast majority of
yeasts recovered from murine infections maintain the pantothe-
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solid vitamin-containing medium. (B) Confirmation of pantothenate auxot-
rophy caused by PAN6-RNAi. The graph shows the growth of the pantothe-
nate prototroph (gfp-RNAi; OSU180) and the gfp:PAN6-RNAi strain (PAN6-
RNAi; OSU181) in minimal 3M medium lacking pantothenate (open
symbols) or medium supplemented with 2.5 �M pantothenate (� pan; filled
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replicate cultures (n 
 3). (C) Confirmation of biotin auxotrophy caused by
BIO2-RNAi. The graph shows the growth of the biotin prototroph (gfp-RNAi;
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FIG 6 Full virulence of Histoplasma in vivo requires synthesis of pantothenate
but not biotin. Fungal burdens in lung (A) or spleen (B) tissue at 8 days
postinfection are shown. Wild-type C57BL/6 mice were infected intranasally
with prototrophic yeast (gfp-RNAi; OSU180), the pantothenate auxotroph
(PAN6-RNAi; OSU181), or the biotin auxotroph (BIO2-RNAi; OSU182). The
number of viable Histoplasma yeasts in lung tissue (A) or spleen tissue (B) was
determined at 8 days postinfection by plating of lung and spleen homogenates
on vitamin-supplemented rich medium for yeast CFU. The dashed line repre-
sents the inoculum size. Data points represent the CFU counts per organ for
each mouse (n 
 4) at each time point. Horizontal bars represent the mean
CFU counts, and asterisks denote statistically significant differences between
the gfp-RNAi infections and the PAN6-RNAi or BIO2-RNAi infections as de-
termined by Student’s t test (n.s., nonsignificant; �, P � 0.05; ��, P � 0.01).
The lower limit of detection of the assay is 100 CFU.
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nate or biotin auxotrophy caused by RNAi knockdown of PAN6
or BIO2, respectively. These data show that full Histoplasma viru-
lence in vivo requires de novo synthesis of pantothenate and that
spleen infection is enhanced by de novo synthesis of biotin.

DISCUSSION

Pathogens that infect host cells and replicate within them face
unique challenges for intracellular growth and replication. Suc-
cessful pathogens of phagocytes are often characterized by expres-
sion of multiple defense systems designed to negate phagocyte
reactive oxygen (6, 61–66). However, these strategies only provide
for survival, and intracellular pathogens must acquire sufficient
nutrition to provide for growth and replication. For intracellular
pathogens that escape to the nutrient-rich cytosol, this is generally
not a problem. However, those pathogens that establish their in-
tracellular niche within a phagosome or vacuole-like compart-
ment face significant nutritional challenges because the phago-
some has limited sources for energy production and anabolic
precursor molecules. Thus, intracellular growth requires acquisi-
tion of nutritional substrates and biosynthetic enzymes to synthe-
size those nutrients that are not readily obtained from the phago-
some/vacuole lumen.

In this study, we showed that the Histoplasma-containing
phagosome is limiting for some essential vitamins through isola-
tion and characterization of vitamin auxotroph strains. Histo-
plasma yeasts grew in minimal medium lacking vitamins, consis-
tent with an ability to synthesize the necessary vitamins to support
growth in a vitamin-poor phagosome. The only exception was the
inability to grow without thiamine, although this required re-
peated passage of cells in vitro to discover the thiamine auxotro-
phy. This thiamine auxotrophy suggests availability of host thia-
mine to Histoplasma yeasts during infection and/or the operation
of sufficient thiamine scavenging pathways.

Riboflavin is essential for but unavailable to intracellular His-
toplasma yeasts. Consequently, Histoplasma yeasts rely upon de
novo riboflavin synthesis during infection of macrophages. Ribo-
flavin is the precursor molecule of flavin nucleotides, which act as
electron carriers for many metabolic and energy-generating pro-
cesses of the cell. Consistent with the central role of flavins, Histo-
plasma yeasts unable to synthesize riboflavin are severely attenu-
ated in vivo. The Histoplasma riboflavin auxotroph is not cleared,
but the fungal burden also does not increase over time, consistent
with an inability to generate energy and to synthesize cellular com-
ponents necessary for yeast cell growth and replication. Even with
full complementation in vitro, growth of the RIB2-complemented
mutant is not fully restored in vivo. We suspect that expression of
the complementing RIB2 gene from a constitutive promoter
rather than the native RIB2 promoter may account for this dis-
crepancy. Alternatively, other unknown changes to the genetic
background that impact virulence may have occurred during the
construction of the complemented strain. Nonetheless, in vivo
growth of the rib2/RIB2 strain is increased by several logs over that
of the rib2 mutant, indicating that the loss of de novo riboflavin
synthesis attenuates virulence in vivo. This attenuation is also seen
with macrophage infections in culture, since numbers of intracel-
lular Histoplasma CFU do not increase without the ability to syn-
thesize riboflavin. Thus, intramacrophage growth requires de
novo riboflavin biosynthesis, despite the fact that the extracellular
growth medium contains sufficient riboflavin to rescue a yeast
riboflavin auxotrophy in vitro. If the growth medium on the mac-

rophages is supplemented with a large amount of riboflavin, the
intracellular growth of the Histoplasma rib2 mutant is partially
restored, likely due to some leakage into or trafficking of extracel-
lular medium to the Histoplasma-containing phagosome. Ribofla-
vin synthesis is also required for Candida albicans virulence, as
evidenced by identification of conditional rib1 and rib2 mutants
that have attenuated virulence in vivo (67). In contrast, Mycobac-
terium tuberculosis virulence does not require riboflavin biosyn-
thesis (68).

Like riboflavin biosynthesis, the ability to synthesize pantothe-
nate is required for full Histoplasma virulence. The decrease in
virulence of the pantothenate knockdown strain is not as severe as
that of the riboflavin mutant. This could result from some de novo
pantothenate synthesis in the PAN6-RNAi line due to incomplete
depletion of Pan6 by RNAi. However, RNAi of PAN6 causes a
robust pantothenate auxotrophy in vitro, arguing that Pan6 func-
tion is adequately depleted by RNAi. Alternatively, PAN6-RNAi
yeasts may be recovered from infected lungs, not because they are
not attenuated but because they have lost the RNAi silencing and
reverted to pantothenate prototrophy. While growth in vivo in-
creases the selection pressure for pantothenate prototrophy, the
reversion rate is still low, indicating that the majority of yeasts
recovered from infected lungs are still pantothenate auxotrophs.
Since the PAN6-RNAi auxotrophy is largely maintained, the less
severe attenuation of the PAN6-RNAi strain in vivo may reflect
reduced demand for de novo pantothenate synthesis. This may
result either from the availability of a limited pantothenate supply
in the host which can be scavenged by Histoplasma yeasts or a
reduced requirement for pantothenate-dependent reactions.
Since pantothenate is a precursor of coenzyme A and acyl carrier
protein, cofactors that are central to many essential metabolic
reactions, the most likely explanation is the availability of small
amounts of pantothenate in vivo.

In contrast to the case with riboflavin and pantothenate, de
novo biotin synthesis does not seem to be required by Histoplasma
in vivo. Biotin serves as a cofactor for pyruvate carboxylase (lead-
ing to gluconeogenesis) and fatty acid synthesis enzymes. The in
vitro biotin auxotrophy phenotype indicates sufficient knock-
down of BIO2 by RNAi, but the phenotype required repeated
passage of the BIO2-RNAi strain, suggesting that small amounts of
biotin are sufficient for Histoplasma growth. In support of this, we
found that as little as 3 nM biotin is sufficient to restore in vitro
growth to the biotin auxotroph (see Fig. S1C in the supplemental
material). We suspect that Histoplasma encounters small amounts
of biotin in vivo and the efficiency with which biotin is used or
scavenged frees Histoplasma yeast from the need for de novo biotin
synthesis.

Similar to our results in Histoplasma, pantothenate auxotrophs
of Mycobacterium tuberculosis and Candida albicans also have at-
tenuated virulence (67, 69). This suggests that pantothenate lim-
itation is a common feature of intracellular pathogens. Pantothe-
nate auxotrophs of Francisella tularensis do not have decreased
virulence (70), and Listeria, which is incapable of synthesizing
some essential vitamins, also is not impaired in intracellular pro-
liferation (71). However, these intracellular pathogens escape into
the host cell cytosol, where nutrients are plentiful, eliminating the
need for biosynthesis of pantothenate and other vitamins. In con-
trast to the results in Histoplasma, both Mycobacterium tuberculo-
sis and Candida biotin auxotrophs are impaired in intracellular
replication (11, 67, 68, 72). Furthermore, initial escape from the
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phagosome for Francisella also requires biotin biosynthesis (73).
On the other hand, Salmonella biotin and pantothenate auxo-
trophs are not attenuated (74). These results indicate the diversity
of phagosomal compositions for different pathogens and/or dif-
ferent metabolic requirements for pantothenate and biotin-de-
rived cofactors. Nonetheless, the necessity of de novo vitamin bio-
synthesis appears to characterize compartmentalized pathogens
and reflects the paucity of different vitamins in the phagosome.

The generation of mutant Histoplasma strains deficient for vi-
tamin synthesis not only provides tools for probing the nutrient
composition of the phagosome but also indicates that vitamin
biosynthetic enzymes can be exploited as drug targets for histo-
plasmosis.

Due to the eukaryotic similarities between host cells and yeast
cells, the number of druggable targets for fungal pathogens is low.
Although vitamins are essential for both fungal and host cells,
mammalian cells acquire vitamins through diet and do not rely on
de novo synthesis. While the host environment has ample vita-
mins, these same nutrients are unavailable to intraphagosomal
yeasts, and thus de novo synthetic capability could be exploited as
a selective target for intraphagosomal pathogens without detri-
mental effects on the hosts. The variation in the vitamins available
and required by different pathogens highlights the need to firmly
establish whether a specific auxotrophy impairs pathogen growth
in vivo. Our data with riboflavin and pantothenate auxotrophs
confirm that these two biosynthetic pathways represent attractive
possibilities as druggable targets for Histoplasma.

The ability of vitamin auxotroph mutants to still successfully
infect host cells combined with their inability to proliferate also
suggests they can be exploited as candidate vaccine strains. This
has the advantage over dead microorganism vaccines, since the
vitamin auxotrophs cannot replicate and lead to disease progres-
sion but still provide enough persistence of the infection to elicit
protective immunity. This has been shown for Mycobacterium tu-
berculosis pantothenate auxotrophs, which are being investigated
as tuberculosis vaccine backgrounds (69). Thus, vitamin pathways
represent attractive possibilities for therapeutic avenues. The ne-
cessity for de novo vitamin synthesis imposed by the phagosomal
environment may constitute a potential Achilles heel for patho-
gens that defeat innate immunity by infecting and surviving
within host phagocytic cells.
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